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Background: Endometrial carcinoma is one of the most common gynecological malignancies in women. The
diagnosis of the disease at early or premalignant stages is crucial for the patient’s prognosis. To date, diagnosis and
follow-up of endometrial carcinoma and hyperplasia require invasive procedures. Therefore, there is considerable
demand for the identification of biomarkers to allow non-invasive detection of these conditions.
Methods: In this study, we performed a quantitative proteomics analysis on serum samples from simple
endometrial hyperplasia, complex endometrial hyperplasia, atypical endometrial hyperplasia, and endometrial
carcinoma patients, as well as healthy women. Serum samples were first depleted of high-abundance proteins,
labeled with isobaric tags (iTRAQ™), and then analyzed via two-dimensional liquid chromatography and tandem
mass spectrometry. Protein identification and quantitation information were acquired by comparing the mass
spectrometry data against the International Protein Index Database using ProteinPilot software. Bioinformatics
annotation of identified proteins was performed by searching against the PANTHER database.
Results: In total, 74 proteins were identified and quantified in serum samples from endometrial lesion patients and
healthy women. Using a 1.6-fold change as the benchmark, 12 proteins showed significantly altered expression
levels in at least one disease group compared with healthy women. Among them, 7 proteins were found, for the
first time, to be differentially expressed in atypical endometrial hyperplasia. These proteins are orosomucoid 1,
haptoglobin, SERPINC 1, alpha-1-antichymotrypsin, apolipoprotein A-IV, inter-alpha-trypsin inhibitor heavy chain H4,
and histidine-rich glycoprotein.
Conclusions: The differentially expressed proteins we discovered in this study may serve as biomarkers in the
diagnosis and follow-up of endometrial hyperplasia and endometrial carcinoma.
Background
Endometrial carcinoma (ECa) is one of the most com-
mon gynecological malignancies in women. During the
past two decades, the incidence of ECa in China has
been increasing consistently[ 1 ] .E n d o m e t r i o i dE C a ,t h e
predominant subtype of ECa, is preceded by a series of
precursor lesions that include simple endometrial hyper-
plasia (SEH), complex endometrial hyperplasia (CEH),
and atypical endometrial hyperplasia (AEH). To reduce
the incidence of ECa, it is preferred to diagnose and
treat patients at the stages of the various endometrial
hyperplasias before progression to ECa. Unfortunately,
examining the severity of endometrial lesions requires
invasive tissue sampling procedures [2], such as dilation
and curettage. So far, no facile and non-invasive test
exists for both the diagnosis and surveillance of endo-
metrial hyperplasia (EH) and ECa. The discovery of
changes in protein profiles that correlate with the sever-
ity of endometrial lesions and can thus be used as bio-
markers for the non-invasive diagnosis of endometrial
hyperplasia and carcinoma is thus highly desirable.
Cancer formation is accompanied by a series of pro-
tein expression change in serum and cancerous tissues
[3]. A significant number of proteomics studies have
been reported in which tissue and/or blood samples
from ECa patients have been analyzed [4-17]. However,
most of these studies only compared samples between
cancer patients and healthy women, and thus lacked the
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provided by directly analyzing endometrial hyperplasia
samples. The only proteomics investigation that has
focused on endometrial hyperplasia identified several
proteins with altered expression exclusively in resected
endometrial hyperplasia tissue [12]. However, biomarker
candidates discovered from tissue samples need to be
further evaluated in body fluids (e.g. blood and urine)
that can be used more practically for diagnosis.
Clinical biomarker discovery using proteomic
approaches has been limited by a relatively high varia-
tion in sample preparation techniques and by the low
reproducibility of quantitative measurement using mass
spectrometry (MS). The development of isobaric tags
for relative and absolute quantification (iTRAQ), which
allows simultaneous measurement of multiple (up to 8)
samples in one experimental run, significantly reduces
the potential variation in multiple MS runs, and thus
improves the accuracy of protein identification and
quantification [18]. The iTRAQ technology has been
successfully applied to biomarker discovery for many
conditions in both tissue [4] and serum samples [19].
In this study, we reported a quantitative proteomics
analysis using the iTRAQ technology to investigate pro-
tein changes in serum during the multiple stages of dis-
ease progression in ECa. With the iTRAQ technology,
we specifically compared serum samples from multiple
stages of hyperplasias (SEH, CEH, and AEH) and ECa.
We found several proteins with altered expression levels
during disease progression that could represent serum
biomarker candidates in EH and ECa.
Results and discussion
In this study, iTRAQ technology in combination with
2D LC-MS/MS was applied to detect differentially
expressed proteins in EH and ECa. Serum samples from
20 patients (6 patients of SEH, 4 of CEH, 4 of AEH, and
6 of stage I endometrioid ECa) and 7 healthy women
who were free of metabolic disorders were used.
Although expression of serum high-abundance proteins
were reported to show stage correlative changes in some
malignant conditions [20], we applied a serum depletion
procedure (see Materials and Methods for details) in
this study to deplete the high-abundance proteins that
could interfere with the detection of low-abundance
proteins of greater biological interest. Proteins from
depleted serum samples were digested into peptides,
individually labeled with iTRAQ reagents, combined,
and subjected to LC-MS/MS analysis.
This iTRAQ-based proteomics analysis led to the
identification of a total of 15209 peptides, 3766 of which
were unique. These identified peptides correspond to a
set of 430 proteins with more than 95% confidence
(ProtScore > = 1.3). Among them, 74 non-redundant
proteins were successfully quantified with average ratios
presented. The iTRAQ ratios were calculated over the
control samples from normal individuals (iTRAQ chan-
nel 117). Because we applied the depletion procedure to
remove the high-abundanc proteins, these proteins were
not included in further data analyses.
An overview of the resulting set of proteins is shown
in Figure 1. The majority of proteins do not appear to
be ECa-related because their expression levels show no
linear correlation with the disease progression (Figure
1A). Gene Ontology analysis indicated that these pro-
teins are primarily constitutional serum proteins
involved in typical blood pathways including transport,
immune response, or blood coagulation (Figure 1B-1E).
However, we did identify several proteins whose expres-
sion levels were significantly increased or decreased
among the stages of EH and ECa (Figure 2)
Using a 1.6-fold quantification cutoff for those proteins
with a relatively significant change, 12 proteins quantified
at least once in the four disease groups show significant
changes in their expression and were followed as poten-
tial cancer markers (Figure 2 and Table 1). Four of these
proteins, including serum amyloid A (SAA), apolipopro-
tein A-IV (ApoA4), antithrombin III (synonymous with
SERPINC1), and inter-alpha-trypsin inhibitor heavy chain
H4 (ITIH4; synonymous with inter-alpha-trypsin inhibitor
family heavy chain-related protein, IHRP), have been
reported previously (Table 2). Our detection of SAA,
ApoA4, and antithrombin III is consistent with previous
reports, while the opposite result has been observed for
ITIH4 [6,16,21].
ITIH4 protein is a 120KD glycoprotein, which is prone
to be cleaved to produce fragments of different length
[16]. In the previous studies, serum level of ITIH4 in
ECa patients was reported to be upregulated [6]. After
MS analysis, these ITIH4 were identified as 35KD frag-
ment of the whole ITIH4 protein [16,21]. In this study,
iTRAQ method is unable to differentiate cleaved frag-
ments from whole protein. All fragments encoded by
ITIH4 gene were used for ITIH4 quantitation. This may
be the basis of the contradictory result and low confi-
dence of quantitation (p = 0.09) in this study.
Two proteins, serum amyloid A protein precursor and
serum amyloid A2 isoform a, showed significant eleva-
tion in ECa as compared with the normal control. Inter-
mediate upregulation of these two proteins was also
observed in the serum samples from AEH, CEH, and
SEH (Figure 2). SAA proteins belong to a family of apo-
lipoproteins that are synthesized mainly in the liver in
response to inflammatory stimuli as acute-phase pro-
teins [22]. The expression levels of these proteins in
serum have been found to increase in a broad spectrum
of neoplastic diseases, and high levels have been posi-
tively correlated with metastasis and poor prognosis
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Page 2 of 8[23]. A study in colon carcinoma has demonstrated gra-
dually increased expression of SAA as epithelial cells
progress from dysplasia to neoplasia, suggesting that this
protein plays a role in colonic tumorigenesis [24]. Pre-
vious proteomic analyses of ECa tissues did not
observed significantly altered expression of SAA in can-
cerous tissue [4,7,8,10,25]. However, downregulation of
the SAA2 gene has been observed in one study using
micro-dissected endometrioid endometrial carcinoma
tissues [26]. Thus, it remains to be determined whether
the elevation of SAA levels in the serum of ECa patients
originates from liver secretion or from endometrial can-
cerous tissues.
Three additional proteins, apolipoprotein C-II precur-
sor, apolipoprotein E precursor, and apolipoprotein A-
IV precursor, showed consistently altered expression
with high confidence levels in the four disease groups
(Figure 2). Upregulation of apolipoprotein C-II precur-
sor and apolipoprotein E precursor in SEH and downre-
gulation of apolipoprotein A-IV precursor in CEH and
AEH were of significance according to the given
benchmark. Patients with EH and ECa also usually have
the complication of a lipid metabolism disorder. In the
present study, all participants were free of hyperlipoide-
mia at enrollment, and serum samples were collected
after a fasting period of more than 8 hours. However,
abnormal apolipoprotein levels still presented. This
result may imply a systemic impairment of lipid metabo-
lism in EH and ECa patients.
Histidine-rich glycoprotein (HRG) precursor was
downregulated in the four disease groups, with a ratio
over the benchmark only in atypical hyperplasia (Figure
2). HRG is a member of the cystatin superfamily. A
study of HRG-knockout mice has suggested a property
of mild anti-coagulant and anti-fibrinolytic activity of
HGR in vivo [27]. Other properties of HRG, such as
antibacterial activity [28], have also been reported. HRG
was found to exert anti-tumor effects in vivo through
the inhibition of tumor vascularization [29]. Although
downregulation of HRG reached the benchmark only in
atypical hyperplasia in the present study, this result may
suggest a propensity for patients to progress to ECa.
Figure 1 Overview of protein identification and quantitation results. (A) Average ratio of proteins in SEH, CEH, AEH, and ECa groups. (B)
PANTHER analysis for molecular function, (C) protein class, (D) biological process, and (E) pathway of identified proteins.
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Page 3 of 8Table 1 List of proteins identified as potential cancer markers in the serum of endometrial hyperplasia and carcinoma
patients
N %Cov Accession Protein Name (Gene Symbol)
1 42.19 IPI00550991 alpha-1-antichymotrypsin precursor (SERPINA3)
2 55.98 IPI00844156 antithrombin III(SERPINC1)
3 90.40 IPI00304273 apolipoprotein A-IV precursor (APOA4)
4 94.06 IPI00021856 apolipoprotein C-II precursor (APOC2)
5 64.98 IPI00021842 apolipoprotein E precursor (APOE)
6 68.57 IPI00641737 haptoglobin precursor (HP)
7 71.05 IPI00022371 histidine-rich glycoprotein precursor (HRG)
8 25.58 IPI00305380 insulin-like growth factor-binding protein 4 precursor (IGFBP4)
9 57.78 IPI00218192 inter-alpha-trypsin inhibitor heavy chain H4 (ITIH4)
10 42.29 IPI00884926 orosomucoid 1 precursor (ORM1)
11 99.18 IPI00552578 serum amyloid A protein precursor (SAA1;SAA2)
12 100.00 IPI00006146 serum amyloid A2 isoform a (SAA1;SAA2)
Figure 2 Expression profiles of 12 proteins with significant changes in endometrial hyperplasia or carcinoma. (*), Expression change
greater than 1.6-fold, i.e. average ratio >1.6 or <0.625, when compared with normal control.
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Page 4 of 8Haptoglobin (HP) precursor was upregulated in AEH
a n dE C a ,b u td o w n r e g u l a t e di nC E Ha n dS E Hw i t hh i g h
confidence (Figure 2). An elevated serum concentration
of this protein has been associated with several malignant
diseases, such as lung cancer [30] and cervical cancer
[31]. One recent report on HP expression levels in
endometrioid adenocarcinoma tissue has reported a gen-
eral upregulation of mRNA and protein levels of HP in
both cancerous and adjacent non-affected endometrial
tissues [32]. These data suggest that endometrial tissue
can be one of the origins, though not the only one,
responsible for elevated serum HP levels in ECa patients.
Table 2 Potential cancer markers for endometrial hyperplasia and carcinoma reported in previous literatures
Protein Name Endometrial Carcinoma Endometrial Hyperplasia










cAMP dependent protein kinase type I-beta regulatory chain +[12]
chaperonin 10 +[4,7,11]
cleaved high molecular weight kininogen -[4,6]
clusterin +[6]
complement component 3 +[16]
complement component 4A +[16]
complement component 4B +[16]
creatine kinase B -[4]
cyclophilin A +[14,17]
epidermal fatty acid binding protein +[14]
GAPDH +[12]
heat shock 27 kDa protein +[12]
heat shock 70 kDa protein 1 +[12] +[12]
heat shock cognate 71 kDa protein +[12] +[12]
heterogeneous nuclear ribonucleoprotein D0 +[4]
heterogeneous nuclear ribonucleoproteins A2/B1 +[12]
inter-alpha-trypsin inhibitor family heavy chain-related protein (IHRP) +[6,16,21]
#
leucine-rich glycoprotein +[6]
macrophage migratory inhibitory factor +[4]
phosphoglycerate kinase +[12] +[12]
polymeric immunoglobulin receptor precursor +[4]
prohibitin +[12]
prolactin +[15]
pyruvate kinase M1 or M2 isozyme +[4]
serotransferrin precursor +[12]
serum albumin precursor +[12] +[12]
serum amyloid A +[15]*
transgelin -[4]
trypomyosin fibroblast isoform TM3 +[12]
vimentin +[12]
References are indicated in brackets;
“+”, up-regulation;
“-”, down-regulation;
“*”, consistent result in this study when compared with previous studies;
“#”, contradictory result in this study when compared with previous studies.
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(IGFBP-4) was upregulated significantly in SEH and to a
mild extent in CEH and ECa (Figure 2). The relation-
ship between the serum level of IGFBP and ECa risk
remains controversial [33,34]. The relationship between
the expression of IGFBP-1, IGFBP-2, and IGFBP-3 with
endometrial carcinoma has been frequently investigated.
Little is known about IGFBP4.
Conclusions
In conclusion, we conducted a serum proteomic analysis
of endometrial hyperplasia and carcinoma using iTRAQ
technology and 2D LC-MS/MS. In addition to the upre-
gulation of SAA in ECa, we report for the first time the
altered expression level of 7 proteins in AEH. These
proteins may serve as potential biomarkers for the early




This study was approved by the institutional review
boards of the Obstetrics and Gynecology Hospital,
Fudan University, Shanghai, P.R. China. All participants
provided written informed consent at enrollment. For
proteomic analysis, untreated, pathologically confirmed
EH and stage I endometrioid ECa patients were enrolled
in this study from May 2007 to February 2009. Healthy
women undergoing routine physical examinations were
recruited as normal controls (NC) during the same per-
iod. Because metabolic disorders, such as hypertension,
diabetes mellitus, and hyperlipoidemia, result in obvious
changes in protein expression in serum [35], all partici-
pants with these disorders were excluded from this
study. Ultimately, 20 patients with endometrial lesions
(including 6 SEH, 4 CEH, 4 AEH, and 6 stage I endo-
metrioid ECa) and 7 healthy women were enrolled. The
median ages at diagnosis were 46 years (range 43 to 52),
40 years (range 28 to 46), 33 years (range 29 to 40), and
53 years (range 44 to 62) for SEH, CEH AEH, and ECa
patients, respectively. The median age of NCs was 46
years (range 45 to 47). Four women in the ECa group, 1
in the SEH group, none in the CEH group, and 1 in the
NC group were postmenopausal. Five milliliters of blood
samples were taken from each participant. After clotting
and centrifuging at 2000 rpm for 10 min, the serum was
stored at -80°C until use.
Depletion of high-abundance proteins
Serum samples were thawed on ice. Equal amounts of
serum from individuals in each group were pooled to
yield 5 distinct pools of 600 μl each. High-abundance
proteins of each serum pool were depleted using Proteo-
Miner Protein Enrichment Kits (Bio-Rad, USA)
according to the manufacture’s instruction. Briefly,
serum was loaded onto the column and proteins bound
with high specificity to a bead-based library of diverse
peptide ligands. High-abundance proteins which satu-
rated their corresponding ligands were washed out of
the column. The remaining low- and mid-abundance
proteins in the column were then eluted and collected.
The eluents were precipitated using a Ready Prep 2-D
Cleanup Kit (Bio-Rad, USA). The total protein concen-
trations were determined by a Bradford protein assay as
previously described [36].
iTRAQ reagent labelling
After high-abundance protein depletion and concentra-
tion measurements, aliquots of 100 μgp r o t e i nf r o m
each of the 5 sample pools were reduced, blocked on
cysteines, and digested overnight at 37°C with trypsin,
as described in the iTRAQ protocol. Peptides were then
labeled individually with one iTRAQ tag (Applied Bio-
systems, USA) as follows: ECa, 113.1; SEH, 114.1; CEH,
115.1; AEH, 116.1; NC, 117.1. The labeled peptides were
then pooled and dried using a rotary vacuum concentra-
tor (Christ RVC 2-25, Christ, Germany).
Strong cation exchange chromatography (SCX)
Strong cation exchange chromatography was performed
on the ACQUITY Ultra Performance LC system
(Waters, USA). Tryptic-digested and labeled peptides
were loaded onto a 0.5 × 23 mm, 5 μm, 300 Å Column
(Waters, USA) and eluted stepwise by injecting salt
plugs of 10 different molar concentrations of 25, 50, 75,
100, 150, 200, 300, 400, 500, and 1000 mM NH4AC.
Ten fractions were collected from the SCX column.
LC-MS/MS
Fractions from the SCX column were analyzed on a Qstar
XL LC/MS/MS system (Applied Biosystems, USA). Each
fraction was loaded onto a ZORBAX 300SB-C18 reverse
phase (RP) column (5 μm, 300 Å, 4.6 × 50 mm, Agilent,
USA). Buffer A was composed of 5% acetonitrile, 95%
water, and 0.1% formic acid, and Buffer B was composed
of 95% acetonitrile, 5% water, and 0.1% formic acid. The
elution was performed using a gradient ranging from 5%
to 45% Buffer B at a flow rate of 0.4 μl/min for 90 min.
The LC eluent was directed to a nano-flow electrospray
source for MS/MS analysis in an information dependent
acquisition mode. A TOF MS survey scan was acquired
from 400-1800 m/z, with up to the 6 most intense multi-
ply charged ions in the survey scan sequentially selected
for MS/MS analysis. Product ion spectra were accumu-
lated for 2 s in the mass range 100-2000 m/z with a modi-
fied Enhance All mode Q2 transition setting favoring low
mass ions, so the reporting iTRAQ ion (113.1, 114.1,
115.1, 116.1, and 117.1 m/z) intensities were enhanced for
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analyzed in duplicate.
Protein identification and relative quantitation
MS/MS data was searched against the International Pro-
tein Index (IPI) database (version 3.45, HUMAN) using
ProteinPilot™ software (version 2.0, Applied Biosystems,
USA) with trypsin set as the digestion enzyme and
methyl methanethiosulfonate as the cysteine modifica-
tion. The search results were further processed by Pro-
teinPilot™ software using the ProGroup Algorithm for
redundant hits removing and comparative quantitation,
resulting in the minimal set of justifiable identified pro-
teins. Proteins with more than 95% confidence (Prot-
Score > = 1.3) were reported. Relative quantitation of
peptides was calculated as a ratio by dividing the
iTRAQ reporter intensity at 113.1, 114.1, 115.1, and
116.1 m/z by that at 117.1 m/z. The quantitation results
were normalized for loading error among the 5 groups
by bias correction calculated automatically by the Pro-
teinPilot™ software. The ratios of peptides that support
the existence of one protein were averaged for protein
relative quantitation. A p-value was reported after one
sample t-test of averaged protein ratio against 1 to
assess the validity of the protein expression change. Pro-
tein ratios with a p-value less than 0.05 were considered
reliable. Standard deviations (SD) of the protein ratio,
which stem from technical variation, were reported to
be less than 0.3 in 90% of iTRAQ experimental runs
[37]. Therefore, we used a difference of 2 SDs, ie.p r o -
tein ratio greater than 1.6 or smaller than 0.625, as an
approximate benchmark for variation in protein expres-
sion. Expression changes greater than 1.6-fold in nor-
malized expression levels were considered to be outside
the range of technical variability.
PANTHER analysis
The molecular function, protein classification, biological
process and signaling pathway of proteins identified in
this study were elucidated by searching against the
PANTHER database. (http://www.pantherdb.org).
List of Abbreviations
AEH: atypical endometrial hyperplasia; CEH: complex endometrial
hyperplasia; ECa: endometrial carcinoma; HP: haptoglobin; HRG: histidine-rich
glycoprotein; IGFBP-4: insulin-like growth factor-binding protein 4; IHRP:
inter-alpha-trypsin inhibitor family heavy chain-related protein; IPI:
international Protein Index; ITIH4: inter-alpha-trypsin inhibitor heavy chain
H4; iTRAQ: isobaric tags for relative and absolute quantification; LC: liquid
chromatography; MS/MS: tandem mass spectrometry; NC: normal control;
SHE: simple endometrial hyperplasia; SAA: serum amyloid A; SCX: strong
cation exchange chromatography; SD: standard deviation.
Acknowledgements
We thank Dr. Wei Yan and Dr. Lucy Guo for manuscript revision. This
investigation was partially supported by the Shanghai Leading Academic
Discipline Project (Project Number: B117), National High-tech R&D Program
(863 Program) (Project Number: 2006AA02Z342), and Shanghai fundamental
research emphasis project (Project Number: 07JC14006).
Author details
1Department of Gynecology, Obstetrics and Gynecology Hospital, Fudan
University, 419 Fangxie Road, ShangHai, China.
2DaLian Obstetrics and
Gynecology Hospital, 1 Dunhuang Road, DaLian, China.
3Institutes of
Biomedical Sciences, Fudan University, 138 Medical College Road, ShangHai,
China.
4Department of Chemistry, Fudan University, 220 Handan Road,
ShangHai, China.
5Department of Obstetrics and Gynecology, ShangHai
Medical College, Fudan University, 138 Medical College Road, ShangHai,
China.
6Key Laboratory for Disease Related to Women’s Reproduction and
Endocrine System, 413 Zhaozhou Road, ShangHai, China.
Authors’ contributions
YSW drafted the manuscript, participated in the study design and sample
collection, and carried out data analysis. RC participated in the study design,
patient enrolment, and sample collection. HJ carried out the high-
abundance protein depletion, iTRAQ labelling, and LC/MS analysis. YPH
participated in the sample collection and data analysis. XYZ participated in
the study design and data analysis. QC participated in the study design and
revised the manuscript. YFH participated in the LC/MS analysis and data
analysis. CJX conceived of the study and participated in its design. All
authors read and approved the final manuscript.
Competing interests
The authors declare that they have no competing interests.
Received: 1 February 2011 Accepted: 14 April 2011
Published: 14 April 2011
References
1. Kim K, Zang R, Choi SC, Ryu SY, Kim JW: Current status of gynecological
cancer in China. J Gynecol Oncol 2009, 20:72-76.
2. Plataniotis G, Castiglione M, Grp EGW: Endometrial cancer: ESMO Clinical
Practice Guidelines for diagnosis, treatment and follow-up. Annals of
Oncology 2010, 21:v41-v45.
3. Liu B, Nash J, Runowicz C, Swede H, Stevens R, Li ZH: Ovarian cancer
immunotherapy: opportunities, progresses and challenges. Journal of
Hematology & Oncology 2010, 3.
4. DeSouza L, Diehl G, Rodrigues MJ, Guo J, Romaschin AD, Colgan TJ, Siu KW:
Search for cancer markers from endometrial tissues using differentially
labeled tags iTRAQ and cICAT with multidimensional liquid
chromatography and tandem mass spectrometry. J Proteome Res 2005,
4:377-386.
5. Li H, DeSouza LV, Ghanny S, Li W, Romaschin AD, Colgan TJ, Siu KWM:
Identification of Candidate Biomarker Proteins Released by Human
Endometrial and Cervical Cancer Cells Using Two-Dimensional Liquid
Chromatography/Tandem Mass Spectrometry. J Proteome Res 2007,
6:2615-2622.
6. Abdul-Rahman PS, Lim BK, Hashim OH: Expression of high-abundance
proteins in sera of patients with endometrial and cervical cancers:
Analysis using 2-DE with silver staining and lectin detection methods.
ELECTROPHORESIS 2007, 28:1989-1996.
7. Yang ECC, Guo J, Diehl G, DeSouza L, Rodrigues MJ, Romaschin AD,
Colgan TJ, Siu KWM: Protein Expression Profiling of Endometrial
Malignancies Reveals a New Tumor Marker: Chaperonin 10. Journal of
Proteome Research 2004, 3:636-643.
8. DeSouza LV, Grigull J, Ghanny S, Dube V, Romaschin AD, Colgan TJ, Siu KW:
Endometrial carcinoma biomarker discovery and verification using
differentially tagged clinical samples with multidimensional liquid
chromatography and tandem mass spectrometry. Mol Cell Proteomics
2007, 6:1170-1182.
9. Zhu LR, Zhang WY, Yu L, Zheng YH, Zhang JZ, Liao QP: Serum proteomic
features for detection of endometrial cancer. Int J Gynecol Cancer 2006,
16:1374-1378.
10. Yoshizaki T, Enomoto T, Nakashima R, Ueda Y, Kanao H, Yoshino K,
Fukumoto M, Yoneda Y, Buzard GS, Murata Y: Altered protein expression
in endometrial carcinogenesis. Cancer Letters 2005, 226:101-106.
11. Guo J, Colgan TJ, DeSouza LV, Rodrigues MJ, Romaschin AD, Siu KWM:
Direct analysis of laser capture microdissected endometrial carcinoma
Wang et al. Journal of Hematology & Oncology 2011, 4:15
http://www.jhoonline.org/content/4/1/15
Page 7 of 8and epithelium by matrix-assisted laser desorption/ionization mass
spectrometry. Rapid Communications in Mass Spectrometry 2005,
19:2762-2766.
12. Byrjalsen I, Mose Larsen P, Fey SJ, Nilas L, Larsen MR, Christiansen C: Two-
dimensional gel analysis of human endometrial proteins:
characterization of proteins with increased expression in hyperplasia
and adenocarcinoma. Mol Hum Reprod 1999, 5:748-756.
13. Takano M, Kikuchi Y, Asakawa T, Goto T, Kita T, Kudoh K, Kigawa J,
Sakuragi N, Sakamoto M, Sugiyama T, Yaegashi N, Tsuda H, Seto H,
Shiwa M: Identification of potential serum markers for endometrial
cancer using protein expression profiling. J Cancer Res Clin Oncol 2010,
136:475-481.
14. Li ZY, Min WJ, Huang CH, Bai SJ, Tang MH, Zhao X: Proteomics-Based
Approach Identified Differentially Expressed Proteins With Potential
Roles in Endometrial Carcinoma. Int J Gynecol Cancer 2010, 20:9-15.
15. Yurkovetsky Z, Ta’asan S, Skates S, Rand A, Lomakin A, Linkov F,
Marrangoni A, Velikokhatnaya L, Winans M, Gorelik E, Maxwell GL, Lu K,
Lokshin A: Development of multimarker panel for early detection of
endometrial cancer. High diagnostic power of prolactin. Gynecologic
Oncology 2007, 107:58-65.
16. Negishi A, Ono M, Handa Y, Kato H, Yamashita K, Honda K, Shitashige M,
Satow R, Sakuma T, Kuwabara H, Omura K, Hirohashi S, Yamada T: Large-
scale quantitative clinical proteomics by label-free liquid
chromatography and mass spectrometry. Cancer Sci 2009, 100:514-519.
17. Li ZY, Zhao X, Bai SJ, Wang Z, Chen LJ, Wei YQ, Huang CH: Proteomics
Identification of Cyclophilin A as a Potential Prognostic Factor and
Therapeutic Target in Endometrial Carcinoma. Mol Cell Proteomics 2008,
7:1810-1823.
18. Zieske LR: A perspective on the use of iTRAQTM reagent technology for
protein complex and profiling studies. J Exp Bot 2006, 57:1501-1508.
19. Hergenroeder G, Redell JB, Moore AN, Dubinsky WP, Funk RT, Crommett J,
Clifton GL, Levine R, Valadka A, Dash PK: Identification of serum
biomarkers in brain-injured adults: Potential for predicting elevated
intracranial pressure. Journal of Neurotrauma 2008, 25:79-93.
20. Chen Y, Lim BK, Hashim OH: Different altered stage correlative expression
of high abundance acute-phase proteins in sera of patients with
epithelial ovarian carcinoma. Journal of Hematology & Oncology 2009, 2:37.
21. Mohamed E, Abdul-Rahman PS, Doustjaialil SR, Chen Y, Lim BK, Omar SZ,
BustaM AZ, Singh VA, Mohd-Taib N, Yip CH, Hashim OH: Lectin-based
electrophoretic analysis of the expression of the 35 kDa inter-alpha-
trypsin inhibitor heavy chain H4 fragment in sera of patients with five
different malignancies. Electrophoresis 2008, 29:2645-2650.
22. Uhlar CM, Whitehead AS: Serum amyloid A, the major vertebrate acute-
phase reactant. European Journal of Biochemistry 1999, 265:501-523.
23. Malle E, Sodin-Semrl S, Kovacevic A: Serum amyloid A: An acute-phase
protein involved in tumour pathogenesis. Cellular and Molecular Life
Sciences 2009, 66:9-26.
24. Gutfeld O, Prus D, Ackerman Z, Dishon S, Linke RP, Levin M, Urieli-Shoval S:
Expression of serum amyloid A, in normal, dysplastic, and neoplastic
human colonic mucosa: implication for a role in colonic tumorigenesis. J
Histochem Cytochem 2006, 54:63-73.
25. Dube V, Grigull J, DeSouza LV, Ghanny S, Colgan TJ, Romaschin AD, Siu KW:
Verification of endometrial tissue biomarkers previously discovered
using mass spectrometry-based proteomics by means of
immunohistochemistry in a tissue microarray format. J Proteome Res
2007, 6:2648-2655.
26. Wong YF, Cheung TH, Lo KWK, Yim SF, Siu NSS, Chan SCS, Ho TWF,
Wong KWY, Yu MY, Wang VW, Li C, Gardner GJ, Bonome T, Johnson WB,
Smith DI, Chung TKH, Birrer MJ: Identification of molecular markers and
signaling pathway in endometrial cancer in Hong Kong Chinese women
by genome-wide gene expression profiling. Oncogene 2007, 26:1971-1982.
27. Tsuchida-Straeten N, Ensslen S, Schafer C, Woltje M, Denecke B, Moser M,
Graber S, Wakabayashi S, Koide T, Jahnen-Dechent W: Enhanced blood
coagulation and fibrinolysis in mice lacking histidine-rich glycoprotein
(HRG). J Thromb Haemost 2005, 3:865-872.
28. Rydengard V, Olsson AK, Morgelin M, Schmidtchen A: Histidine-rich
glycoprotein exerts antibacterial activity. Febs Journal 2007, 274:377-389.
29. Olsson AK, Larsson H, Dixelius J, Johansson I, Lee C, Oellig C, Bjork I,
Claesson-Welsh L: A fragment of histidine-rich glycoprotein is a potent
inhibitor of tumor vascularization. Cancer research 2004, 64:599-605.
30. Shah A, Singh H, Sachdev V, Lee J, Yotsukura S, Salgia R, Bharti A:
Differential Serum Level of Specific Haptoglobin Isoforms in Small Cell
Lung Cancer. Current Proteomics 2010, 7:49-56.
31. Neale EJ, Wong WSF, Arumanayagam M, Chang MZA: The Clinical-
Significance of the Serum Haptoglobin Concentration in Patients with
Invasive Cervical-Carcinoma. Aust N Z J Obstet Gynaecol 1989, 29:197-199.
32. Nabli H, Tuller E, Sharpe-Timms KL: Haptoglobin Expression in
Endometrioid Adenocarcinoma of the Uterus. Reproductive Sciences 2010,
17:47-55.
33. Weiderpass E, Brismar K, Bellocco R, Vainio H, Kaaks R: Serum levels of
insulin-like growth factor-I, IGF-binding protein 1 and 3, and insulin and
endometrial cancer risk. Br J Cancer 2003, 89:1697-1704.
34. Hirano S, Ito N, Takahashi S, Tamaya T: Clinical implications of insulin-like
growth factors through the presence of their binding proteins and
receptors expressed in gynecological cancers. Eur J Gynaecol Oncol 2004,
25:187-191.
35. Thongboonkerd V: Genomics, proteomics and integrative ‘omics’ in
hypertension research. [Miscellaneous Article]. Current Opinion in
Nephrology & Hypertension 2005, 14:133-139.
36. Bradford MM: A rapid and sensitive method for the quantitation of
microgram quantities of protein utilizing the principle of protein-dye
binding. Analytical Biochemistry 1976, 72:248-254.
37. Song X, Bandow J, Sherman J, Baker JD, Brown PW, McDowell MT,
Molloy MP: iTRAQ experimental design for plasma biomarker discovery. J
Proteome Res 2008, 7:2952-2958.
doi:10.1186/1756-8722-4-15
Cite this article as: Wang et al.: Altered protein expression in serum
from endometrial hyperplasia and carcinoma patients. Journal of
Hematology & Oncology 2011 4:15.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Wang et al. Journal of Hematology & Oncology 2011, 4:15
http://www.jhoonline.org/content/4/1/15
Page 8 of 8